Background. Vaccine effectiveness (VE) estimates for 2015-2016 seasonal influenza vaccine are reported from Canada's Sentinel Practitioner Surveillance Network (SPSN). This season was characterized by a delayed 2009 pandemic influenza A(H1N1) virus (A[H1N1]pdm09) epidemic and concurrent influenza B(Victoria) virus activity. Potential influences on VE beyond antigenic match are explored, including viral genomic variation, birth cohort effects, prior vaccination, and epidemic period.
A(H1N1)pdm09 vaccine strain was used, and it was retained for the seventh consecutive year in 2015-2016 [13] .
The antigenic-distance hypothesis predicts negative interference (ie, reduced VE) with serial vaccination when the prior season's vaccine (v1) and current season's vaccine (v2) antigens are similar (ie, v1≈v2) but v1 is antigenically distinct from the current season's epidemic strain (ie, v1≠e) [14] . However, positive interference (ie, enhanced VE) may occur when v1 is antigenically closer to e (ie, v1≈e). Pronounced negative interference is anticipated when v1 and v2 are identical and distinct from e (ie, v1≡v2≠e) [14] . In Canada, a pattern of positive interference was suggested for A(H1N1)pdm09 during the initial postpandemic seasons, when v1≡v2≈e [9, 10, 15] .
In 2012-2013, a new genetic variant of A(H1N1)pdm09, called clade 6B, emerged, distinguished by a K163Q substitution (H1 numbering) in antigenic site Sa atop the hemagglutinin (HA) surface protein [4] . Q163-bearing clade 6B viruses that dominated during the subsequent 2013-2014 epidemic were still considered antigenically similar to the K163-bearing A/California/07/2009 component of the vaccine, based on results of the conventional hemagglutination inhibition (HI) assay [4] . However, HI assays that use antisera collected from previously influenza-naive ferrets may not reflect the diverse exposure histories and immunological landscape of humans, especially adults, that also potentially influence vaccine performance [16] [17] [18] [19] [20] [21] [22] .
Past exposures may create immunological cohort effects such as those invoked by Linderman et al to explain differential age-specific A(H1N1)pdm09 susceptibility [18] . According to the Linderman et al hypothesis, detailed in our Supplement 1, original childhood priming exposures may have induced preferential K163-specific memory responses among middle-aged adults in 2013-2014, especially for those born during 1940-1984 (notably those born during 1965-1979, among whom K163specific responses were reported to be highest) [18] . Through the phenomenon of original antigenic sin [23] , hierarchical antibody refocusing toward early childhood priming specificity is reinforced with each infection or vaccination involving viruses sharing the immunodominant K163 epitope. Linderman et al propose that younger adults (ie, those born after 1985) were spared such targeted specificity owing to their childhood priming to A(H1N1) viruses that had acquired glycosylation sites masking the K163 epitope [18] . Impaired immunity, including lower VE in 2013-2014 against clade 6B viruses bearing Q163, might be anticipated for those with K163-specific prime-boost experiences. Despite these potential effects, moderate VE against A(H1N1)pdm09 was reported among adults in both Canada (approximately 75%) and the United States (approximately 55%-65%) in 2013-2014 [4, 24, 25] . However, marginally lower VE against A(H1N1)pdm09 was observed that season among v2+v1 recipients, compared with v2 only recipients, in both Canada (approximately 70% vs approximately 80%) and the United States (approximately 50% vs approximately 60%) [4, 15, 24] .
Beginning in October 2015, a further subclade of A(H1N1) pdm09, called 6B.1, emerged, defined by additional HA mutations, including S162N, adjacent to Q163, conferring a potential gain of glycosylation [13] . The 2015-2016 epidemic thus provided opportunity to explore VE for the unchanged A(H1N1) pdm09 vaccine with further evolved epidemic viruses. Here we examine the VE of 2015-2016 seasonal influenza vaccine, incorporating agent-host considerations such as viral genomic evolution, repeat vaccination, immunological cohort effects, and potential waning of immunity across the season's delayed epidemic.
METHODS

Canadian SPSN
Nasal/nasopharyngeal specimens were collected from patients presenting to sentinel sites in provinces participating in the Canadian SPSN (Alberta, British Columbia, Ontario, and Quebec) within 7 days of influenza-like illness (ILI) onset, defined as fever, cough, and ≥1 of the following: sore throat, myalgia, arthralgia, or prostration. Fever was not required for elderly adults ≥65 years old. Epidemiological information was based on self-report documented by sentinel practitioners using a standard questionnaire at the time of specimen collection. All participants or their parent/guardian provided verbal consent. Ethics approval was obtained in each participating province.
Influenza Diagnosis and Characterization
Influenza was diagnosed on the basis of reverse-transcription polymerase chain reaction assay. Sequencing of HA in original specimens obtained from patients included in the VE analysis was attempted to establish clade designation and identify whether amino acids at antigenic sites differed from those in the egg-adapted high-growth reassortant vaccine strain. Antigenic characterization of virus isolates was performed using an HI assay [16] . Details about laboratory methods are provided in Supplement 2. Relevant GenBank accession numbers are as follows: MF195302-MF196091; MF348042-MF348066, except MF348058, MF348062, and MF348065; KU821061-KU821078; and KU821080-KU821100.
Influenza Vaccination and VE Estimation
For the 2015-2016 trivalent influenza vaccine, the World Health Organization recommended the same A(H1N1)pdm09 antigen as used since 2009 but a clade-level change from 2014-2015 for the A(H3N2) and B(Yamagata) components. Quadrivalent vaccine included the same B(Victoria) strain as recommended since 2009-2010 (Supplement 3).
Owing to the delayed 2015-2016 epidemic (Supplement 4), VE analyses were limited to specimens collected from 3 January to 30 April 2016 (weeks 1-17). The VE was derived by the TND: cases tested positive for influenza virus, and controls tested negative. Patients who self-reported receipt of at least 1 2015-2016 influenza vaccine dose ≥2 weeks before ILI onset were considered vaccinated. Logistic regression models were used to derive odds ratios (ORs) for medically attended, laboratory-confirmed influenza in vaccinated participants compared to unvaccinated participants and adjusting for recognized potential confounders. The VE was derived as [1 − OR] × 100%. Serial/repeat vaccination effects were assessed among participants ≥9 years old through indicator-variable analyses based on vaccination history during the current and up to 2 prior seasons. The effect of prior 2009 monovalent AS03-adjuvanted A(H1N1)pdm09 vaccination was also explored.
Stratified analyses were primarily conducted using an interaction term for vaccination status and the stratification variable (eg, age group, month, and epidemic period). Age regrouping was undertaken for the A(H1N1)pdm09 VE analysis to explore potential cohort effects based on priming epoch, as defined in Supplement 1; this was modeled using the interaction term age group*vaccination status and was also assessed by subset analysis. To further explore these effects, VE for each birth year (based on age at time of specimen collection) was also modeled for A(H1N1)pdm09, with age smoothed as a restricted cubic spline function, using 5 knots based on percentiles, and an interaction term for single year of age and vaccination status, as described elsewhere [26] . Owing to sparse data for very old participants, additional age-based evaluations were limited to participants 1-76 years old in 2016 (ie, birth cohorts 1940-2015). As explained in Supplement 1, a maximum delay of 9 years from birth to first influenza A(H1N1) exposure was incorporated in delineating and interpreting cohort effects, recognizing, however, that immunological priming likely occurs before 6 years of age [27] [28] [29] .
Details related to influenza vaccines and VE estimation are provided in Supplement 3.
RESULTS
Virologic Profile
Overall
Overall, 2008 specimens contributed to VE analyses, of which about half tested positive for influenza virus: approximately 60% were positive for influenza A virus, and approximately 40% were positive for influenza B virus ( Table 1 ). Among the detected influenza A and B viruses with known subtype and lineage information, >90% were A(H1N1)pdm09 and >75% were B(Victoria), respectively. Genetic characterization was successful for approximately 80%-90% of viruses contributing to VE analyses. HI characterization was available for about two thirds of A(H1N1)pdm09 and 80% of influenza B viruses ( Table 1) .
A(H1N1)pdm09
Virtually all (452 of 467 [97%]) sequenced A(H1N1)pdm09 viruses belonged to the emergent clade 6B.1, of which almost all bore 4 antigenic site substitutions relative to vaccine ( Figure   1 and Supplement 5). This includes S203T[Ca1] acquired early (since 2009) among circulating A(H1N1)pdm09 viruses and S185T[Sb], located near the RBS-both are common to all clade 6 (and 7) A(H1N1)pdm09 viruses dominant in Canada since at least 2011 (Supplement 6) [10, 11] . It also includes K163Q[Sa], which has been common to all clade 6B viruses since 2012-2013, and the adjacent S162N[Sa] substitution, which confers a potential gain of N-linked glycosylation newly acquired among clade 6B.1 viruses since 2015-2016 [4, 12, 13] . All sentinel A(H1N1)pdm09 viruses but 1 were considered antigenically similar to the egg-adapted vaccine strain.
B(Victoria)
Predominant B(Victoria) viruses were lineage mismatched to the B(Yamagata) trivalent influenza vaccine strain. All sequenced B(Victoria) viruses belonged to clade 1A ( Table 1 ). The majority bore 3-4 antigenic-site substitutions relative to the egg-adapted clade 1A B(Victoria) quadrivalent vaccine component, which notably had lost the potential N197 glycosylation site present in the cell-passaged consensus sequence and all sentinel viruses (Supplement 8). The majority of B(Victoria) sentinel viruses were considered antigenically distinct from the egg-adapted B(Victoria) quadrivalent vaccine strain, whereas all but 1 of these same viruses were considered antigenically similar to the cell-passaged B(Victoria) referent.
Participant Profile
Nonelderly adults 20-64 years old contributed most to the VE analysis (1284 of 2008 participants [64%]; Table 2 ). The profile among test-negative controls was similar to that during 2013-2014 and included the same median age (37 years) and proportion vaccinated (33%) [4] . Cases were younger in 2015-2016 versus 2013-2014 (median age, 33 vs 39 years; P < .01)-a difference driven by influenza B virus (23 vs 43.5 years; P < .01) not A(H1N1)pdm09 (38 years during both seasons; Supplement 10) [4] . Most participants ≥9 years old vaccinated in 2015-2016 were previously vaccinated in 2014-2015 (387 of 449 [86%]) and in both 2014-2015 and 2013-2014 (353 of 432 [82%]).
Participant details are provided in Table 2 and Supplement 10.
VE Estimates
Overall
Adjusted VE estimates are shown in Figure 2 , with model and participant details in Supplement 11. The VE was 43% (95% confidence interval [CI], 25%-57%) against A(H1N1)pdm09 and 54% (95% CI, 32%-68%) against B(Victoria). Sample size did not support adjustment of the VE by vaccine type in children; unadjusted estimates for live attenuated influenza vaccine (LAIV) were lower against A(H1N1)pdm09 but higher against influenza B as compared to inactivated influenza vaccine, with widely overlapping 95% CIs (Supplement 12).
Repeat Vaccination Effects
A(H1N1)pdm09
With homologous vaccines (v1≡v2) and viruses considered antigenically similar (v1≈e) but genetically variant, statistically significant negative interference by v1 on v2 was observed for A(H1N1)pdm09 (P = .01 for the interaction term). Adjusted VE was lower for v2+v1 than for v2 alone (41% [95% CI, 18%-57%] vs 75% [95% CI, 45%-88%]), with a similar pattern observed after incorporating participants who received vaccine during an additional prior season (Figure 3 and Supplement 13 and Supplement 14). Repeat vaccine recipients over two seasons had a significantly, 2-fold higher risk of A(H1N1)pdm09 illness than participants vaccinated during the current season only (adjusted OR, 2.33; 95% CI, 1.04-5.21; Supplement 13). There was no residual protection from 2009 monovalent A(H1N1)pdm09 vaccine alone (−4%; 95% CI, −58%-31%; data not shown).
B(Victoria)
With B(Yamagata) v1 and v2 strains that were antigenically related (v1≈v2) but phylogenetically distinct (ie, clade 2 vs clade 3, respectively; Supplement 3) and lineage-level mismatched to the dominant B(Victoria) epidemic strain (ie, v1≠e and v2≠e), there was no significant interaction between v1 and v2 (P = .90 for the interaction term). Adjusted VE against B(Victoria) was comparable for recipients of v2+v1 and v2 alone (49% [95% CI, 18%-68%]) vs 46% [95% CI, −21%-76%]), with a similar pattern observed after incorporating individuals who received vaccine during an additional prior season (Figure 3 and Supplement 13 and Supplement 14).
Analysis Stratified by Age
VE against A(H1N1)pdm09 was higher for children 1-19 years old (67%; 95% CI, 31%-84%) as compared to nonelderly adults 20-64 years old (35%; 95% CI, 10%-52%) or elderly adults (43%; 95% CI, −26%-74%). Such a difference between children and nonelderly adults was not evident for B(Victoria); there were too few elderly B(Victoria) cases for reliable interpretation (Supplement 11).
A(H1N1)pdm09: Exploratory Cohort Analyses
For adults 32-76 years old (birth cohorts 1940-1984) and 37-51 years old (birth cohorts 1965-1979), for whom Linderman et al [18] predicted pronounced K163-priming specificity, VE was 41% (95% CI, 19%-57%) and 43% (95% CI, 4%-66%), respectively (Supplement 15). As shown in Figure 4A (analysis details are in Supplement 1 and Supplement 15), VE estimates with age regrouping were generally consistent with potential K163-priming effects. However, VE estimates were notably lower (25%; 95% CI, −16%-51%) among participants 40-59 years old (birth cohorts 1957-1976), a cohort of individuals for whom heterosubtypic A(H2N2) and/ or A(H3N2) priming would have likely preceded A(H1N1) exposure (Supplement 1 and Supplement 15). The VE was lowest (5%; 95% CI, −66%-46%) for participants 49-59 years old (birth cohorts 1957-1967), among whom heterosubtypic priming to A(H2N2) in particular (or both A[H2N2] and A[H3N2]) was likely before reemergence of A(H1N1) viruses (K163 bearing) in 1977. Similar age-related patterns were evident in stratified analyses based on subsets of the data (Supplement 15) and in an analysis where age in years was smoothed as a restricted cubic spline with 5 knots based on percentiles ( Figure 4B ). The 5-knot model had slightly better fit (based on Akaike Information Criterion [AIC] values) than models with 3 or 7 knots; however, in the 7-knot model, VE remained lowest among those who were likely heterosubtypically primed with A(H2N2), while additional age-related variability consistent with the report by Linderman et al [18] was also suggested (eg, improved VE with a birth year after 1985; Supplement 16).
Analysis by Epidemic Period
There was significant decline in the adjusted VE against A(H1N1)pdm09 between January-February (62%; 95% CI, 44%-74%) and March-April (19%; 95% CI, −15%-44%; P < .01 for the interaction term; Figure 5 and Supplement 11). Adults 49-59 years old contributed slightly more A(H1N1)pdm09 cases in March-April (21%), compared with January-February (17%; Supplement 10), but the interaction between age group and epidemic period (P = .88) or month (P = .09) was not significant in VE models.
There was no decline in VE between January-February and March-April for influenza B(Victoria) (49% [95% CI, 14%-70%] vs 56% [95% CI, 27%-74%]; Figure 5 and Supplement 11).
DISCUSSION
In this analysis for the delayed 2015-2016 A(H1N1)pdm09 and concurrent influenza B(Victoria) epidemics, we identified a VE of <50% against A(H1N1)pdm09, despite antigenic match, and a VE of >50% for B(Victoria), despite lineage-level mismatch, to the trivalent vaccine. To examine these discordant findings, we used the integrated virological and epidemiological databases of the Canadian SPSN, incorporating other agent-host considerations to understand vaccine performance, such as viral genomic variation, birth (or immunological) cohort effects, prior vaccination history and potential within-season waning of vaccine protection.
The VE of 43% (95% CI, 25%-57%) we report is the lowest measured by the Canadian SPSN against A(H1N1)pdm09 since its emergence in 2009 and was substantially lower than the VE of 71% (95% CI, 58%-80%) measured during the last A(H1N1) pdm09 epidemic, during 2013-2014 (Supplement 17) [4] , and lower also than the average seasonal A(H1N1)pdm09 VE reported in recent meta-analysis (61%; 95% CI, 57%-65%) [6] . Decline in A(H1N1)pdm09 VE from 2013-2014 to 2015-2016 was also identified by networks in the United States (54% [95% e Participants who received seasonal 2015-2016 seasonal influenza vaccine <2 weeks before ILI onset or for whom vaccination timing was unknown were excluded from primary analysis. They were included for assessing any vaccination, regardless of timing, for comparison with other sources of vaccination coverage.
f Data are for participants 2-59 years old who received 2015-2016 influenza vaccine ≥2 weeks before ILI onset and had known information for the type of vaccine received. Among participants 2-17 years old for whom LAIV was recommended by NACI [27] , 38% (21 of 55, including 7 cases) with known information had received LAIV. Among participants 2-5 years old for whom LAIV was preferentially recommended by the NACI [27] , 32% (7 of 22, including 4 cases) with known information had received LAIV. g Data are for participants who received 2015-2016 influenza vaccine ≥2 weeks before ILI onset and had known information for TIV versus QIV. QIV includes both inactivated influenza vaccine and LAIV products.
h Data are for participants ≥65 years old who received 2015-2016 influenza vaccine ≥2 weeks before ILI onset and had known information for MF59-adjuvanted vaccine receipt.
i Data are for participants ≥9 years old who had known information for prior season(s)' influenza vaccine receipt.
Abbreviations: ILI, influenza-like illness; LAIV, live attenuated influenza vaccine; NACI, Canadian National Advisory Committee on Immunization; QIV, quadrivalent influenza vaccine; TIV, trivalent influenza vaccine.
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Participants, no. 17-30 (1986-1999) 31-39 (1977-1985) Age group, y (birth years) 40-48 (1968-1976 CI, 46%-61%] vs 45% [95% CI, 34%-53%]) and Europe (48% [95% CI, 16%-67%] vs 33% [95% CI, 4%-52%]) but was less substantial as compared to Canada (with absolute decreases of 9% in the United States and 15% in Europe, compared with 28% in Canada) [24, [30] [31] [32] . In Canadian children 2-17 years old, the odds of vaccine failure against A(H1N1)pdm09 in 2015-2016 was greater (nonsignificantly) for LAIV recipients than for inactivated influenza vaccine recipients (unadjusted OR, 3.75; 95% CI, .65-21.74; Supplement 12), as also reported (significantly) by the United States (adjusted OR, 3.67; 95% CI, 1.86-7.31) [33] . The 2015-2016 unadjusted estimate of LAIV effectiveness as compared to no vaccine receipt (51%; 95% CI, −37%-83%; Supplement 12) in Canada was not as low as the adjusted estimate reported by the US FluVE network (−19%; 95% CI, −113%-33%) [30] but was more similar to adjusted estimates reported by the manufacturer (50%; 95% CI, −2%-75%) [34] and from the United Kingdom (42%; 95% CI, −9%-69%) [35] . Overall, however, children who received LAIV were not the main drivers of low VE against A(H1N1) pdm09 in Canada, the United States [30] , or Europe [31] . During A(H1N1)pdm09 epidemics in both 2013-2014 and 2015-2016, circulating viruses were considered antigenically matched to the unchanged vaccine despite mutations in the pivotal antigenic site Sa distinguishing clade 6B viruses in 2013-2014 (bearing K163Q) and clade 6B.1 viruses in 2015-2016 (bearing K163Q and S162N) [4, 13] . The new S162N substitution in clade 6B.1 viruses in 2015-2016 may have conferred a gain of glycosylation that shielded not only antigenic site Sa of the same monomer, including Q163, but also part of antigenic sites Sb and Ca2 on the adjacent monomer of the HA trimer. Such mutations and associated glycosylation changes are anticipated to affect antigenicity and immunogenicity, including antibody binding and VE [36] .
In 2013-2014, when A(H1N1)pdm09 had an earlier January peak, VE estimates in Canada were comparable between midand full-season analyses (74% [95% CI, 58%-83%] and 71% [95% CI, 58%-80%], respectively), which was expected because 70% of the A(H1N1)pdm09 cases had already accrued by mid-season analysis [4, 12] . Conversely, in 2015-2016, the published interim VE included specimens collected during December-February but missed more than half the season's A(H1N1)pdm09 cases that accrued thereafter, notably during the delayed peak in March 2016 [13] . The VE we report here for specimens collected during January-February 2016 (62%; 95% CI, 44%-74%) is similar to interim published data from Canada (64%; 95% CI, 44%-77%) [13] , whereas the VE for 
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March-April March-April 2016 dropped significantly (19%; 95% CI, −15%-44%). A similar but less pronounced decrease between mid-season (44%; 95% CI, −3%-70%) [37] and full-season (33%; 95% CI, 4%-52%) [31] VE was also reported from Europe in 2015-2016, revealing a consistent pattern of intra-season waning of protection that, absent notable differences in virologic or participant characteristics across that period, warrants further investigation.
With identical prior and current season's vaccines and antigenically similar epidemic virus (v1≡v2≈e), a pattern of positive interference (ie, improved VE) was suggested for v2+v1 versus v2 alone against A(H1N1)pdm09 in the initial postpandemic seasons in Canada, although with overlapping 95% CIs [9, 10, 15] . This pattern was also noted in Spain, where, similar to Canada, the majority of monovalent A(H1N1)pdm09 vaccine distributed in 2009 was adjuvanted [38] , the significance of which in interpreting these findings is unclear. By 2013-2014, residual protection from the 2009 AS03-adjuvanted vaccine was no longer evident in Canada [4] . Also beginning in 2013-2014, a marginally reduced VE for recipients of v2+v1 versus v2 alone was observed (72% [95% CI, 56%-82%] vs 80% [95% CI, 45%-92%])-a pattern that became more pronounced in 2015-2016 (41% [95% CI, 18%-57%] vs 75% [95% CI, 45%-88%]), with significant interaction between v1 and v2 (Supplement 18). Residual protection from the prior season's v1 alone was also lower in 2015-2016 as compared to 2013-2014 (25% [95% CI, −13%-51%] vs 49% [95% CI, 15%-70%]; Supplement 18) . Although VE against A(H1N1)pdm09 was also marginally reduced for v2+v1 versus v2 recipients in the United States in 2013-2014 (51% [95% CI, 37%-62%] vs 61% [95% CI, 40%-74%]) [24] , that pattern was not observed in 2015-2016 (40% [95% CI, 24%-52%] vs 38% [95% CI, 18%-54%]) [30] .
Since 2009, the same conditions of v1≡v2≈e have been maintained for A(H1N1)pdm09, based on antigenic characterization by the HI assay. However, gene sequencing analysis identified evolution away from vaccine viruses, including key epitope differences and glycosylation changes, that are also potentially relevant in interpreting repeat vaccination effects. Antigenic distance metrics conventionally based on fold reductions in HI titers, determined using antisera from influenza-naive ferrets, may otherwise lack the necessary resolution to reflect vaccine virus relatedness or reliably inform the impact of repeat vaccination. Findings for A(H1N1)pdm09 in 2015-2016 reinforce the need for updated models that more directly link genomic, immunological, and epidemiological information. Ideally, these should also take into account preexisting immunological landscapes established over an extended period and upon which single versus serial vaccination effects are then superimposed [17] .
Linderman et al [18] have proposed that distant childhood priming with A(H1N1) viruses bearing the exposed K163 epitope may have induced preferential K163-specific memory responses in middle-aged adults. They further proposed that annual administration of K163-bearing A/California/07/2009 (H1N1)pdm09 vaccine, used consistently since 2009, may have preferentially reinforced K163 specificity, potentially limiting protection against contemporary Q163 clade 6B variants (Supplement 1). Our age-based explorations for 2015-2016 generally align with predicted patterns extrapolated from Linderman et al. However, our age-stratified VE findings for A(H1N1)pdm09 are also consistent with other more prominent epochal distinctions, notably heterosubtypic priming with ancestral A(H2N2) and/or A(H3N2) subtype viruses. The VE against A(H1N1)pdm09 was lowest and negligible in 2015-2016 (5%; 95% CI, −66%-46%) among participants 49-59 years old (birth cohorts 1957-1967), for whom heterosubtypic priming to A(H2N2) (group 1 HA) in particular and/or subsequently to A(H3N2) (group 2 HA) are likely to have preceded A(H1N1) (group 1 HA) exposure before its reemergence in 1977 [39, 40] . Much remains unknown about heterosubtypic interactions, but their influence on age-related risk has recently been highlighted in other contexts for influenza A virus [39, 40] . The potential benefits of early influenza virus infection on protection later in life are also important to acknowledge [19, 41] , as demonstrated in the higher cross-reactive antibody levels and lower infection risk among very old individuals during the A(H1N1)pdm09 pandemic [42] . Protection of very old individuals against A(H1N1) strains related to those to which they were exposed during childhood may have a negative ecologic corollary in their greater vulnerability to A(H3N2) [43] . The opposite pattern of A(H1N1)pdm09 risk in cohorts originally primed with A(H2N2) and/or A(H3N2) also remains speculative: we highlight that pronounced variation in age-adjusted VE was not statistically significant and was not as evident in our data for 2013-2014 (Supplement 19). Other, more recent shifts in age-related serosusceptibility have also been proposed to explain the 2013-2014 epidemic resurgence [44] .
The substantial cross-lineage VE (54%; 95% CI, 32%-68%) we report for predominantly B(Yamagata) vaccine (trivalent) against predominantly B(Victoria) epidemic viruses is similar to the United States VE estimate for 2015-2016 (49%; 95% CI, 30%-64%) and also suggests immunological interactions across antigenically distinct viruses-a previously recognized but poorly understood phenomenon [10, [45] [46] [47] . The lower median age for B(Victoria) versus B(Yamagata) infections in 2015-2016 (19 vs 39 years; Supplement 10) or for infections during the predominantly B(Victoria) epidemic in 2015-2016 as compared to those during the predominantly B(Yamagata) epidemic in 2013-2014 (23 vs 43.5 years) is another previously recognized but poorly understood pattern that likely also reflects complex immuno-epidemiological considerations [48] . It is unlikely that the VE we report for B(Victoria) in 2015-2016 is attributable to the quadrivalent B(Victoria) vaccine component, given its limited use (<15% of total doses distributed) in Canada in 2015-2016 (Supplement 3). Antigenic relatedness of circulating B(Victoria) viruses to the quadrivalent vaccine component is furthermore uncertain, given the loss of N-linked glycosylation with egg adaptation of the vaccine strain, a recognized issue for interpreting HI characterization [49] . Unlike A(H1N1)pdm09, we did not observe further variation in VE against influenza B(Victoria) based on repeat vaccination, age, or epidemic period. However, in the United States, where there has been greater quadrivalent vaccine use, negative interference was suggested in 2015-2016 with repeat vaccination against B(Victoria) [30] .
There are limitations to these analyses, several of which are exploratory and lack statistical power for conclusive interpretation, notably with subgroup stratification. Ultimately, given the observational design, we cannot rule out random variation or residual confounding. Additionally, as elaborated in Supplement 1, discrete cohort effects are challenging to ascribe using age as a surrogate for original influenza virus (or epitope-specific) priming, especially since an individual's first influenza virus exposure may lag several years around a particular birth annum, obscuring epochal distinctions. Most of the population is likely to have been immunologically primed before 6 years old [29] , with variability at the individual level. We interpreted findings by using a maximum 9-year lag from birth to influenza virus priming, as used by expert committees in their 1-versus 2-dose vaccine recommendations for children [27, 28] . This outer range accounted for an extended period of uncertainty in delineating immunological cohorts and excluded individuals with K163 specificity from those without such priming after 1985 (Supplement 1). In sensitivity analyses, VE estimates were not identical, but overall age-related patterns were robust. Vaccination history was based on a combination of self-report and sentinel practitioner documentation that may be subject to information bias; however, vaccine status was recorded before the influenza virus test result is known, minimizing differential recall, and vaccine coverage among our test-negative controls is generally consistent with that in other Canadian surveys [50] . Most vaccinated participants are habitual recipients; findings for smaller subsets of current or prior vaccination only may be associated with greater statistical and epidemiological uncertainty.
In conclusion, complex agent-host and immuno-epidemiological interactions beyond antigenic match are relevant to understanding vaccine performance. This includes variation in the viral genome and shifting patterns of glycosylation; potential cohort effects induced by childhood priming and subsequent cross-reactive boosting exposures (including possible heterosubtypic or interlineage); preexisting immunological landscapes and superimposed refocusing effects of repeat vaccination; as well as within-season waning of immunity across early versus late epidemic periods. Such influences on VE estimates may be daunting to untangle but warrant further in-depth investigation to identify improved vaccine and program options.
